Figure S1. The expression pattern of representative genes from each cluster and the expression profile of DEGs after recovery, related to Figure 2, Table S1 and S2. (A) The expression pattern of representative genes from each cluster. The log2 transformed fold change (log2(FC)) are plotted against each time point. (B) The Venn diagrams show the overlap of DEGs with opposite expression pattern between 72h HL treatment and recovery. (C) The heatmap shows the expression profile of all the HL72h DEGs among GL72h, HL72h, and recovery time points. (D) Individual stress-recovery profiles of representative HL responsive genes, including RHL41, AT1G12030, and LHCB2.2.
. The Y-axis is the chlorophyll levels. Data are mean ± SEM (three biological replicates). Asterisks indicate statistically significance (*p < 0.05) between mutants and wild type under the same condition as determined by one-way ANOVA followed by Dunnett's multiple comparisons. ns, not significant. Figure  S7 and Table S5 . The color in each cell represents the significance of enrichment based on the Log10(FDR) value. The cells without color indicate not significantly enriched. The full list of GO terms is given in Table S6 . Figure 5, Figure 6, Figure 7, and Figure S4 . General transcriptional responses to HL stress and the activated pathways are depicted using boxes above the plant while the repressed pathways are described under the plant. The green arrow indicates that the HL stress-activated pathways are suppressed during the recovery. The pink arrow indicates that the HL stress-repressed pathways are activated during the recovery.
